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ABSTRACT
The Schizosaccharomyces pombe septation initiation network (SIN)
is required for cytokinesis during vegetative growth and for spore
formation during meiosis. Regulation of the SIN during mitosis
has been studied extensively, but less is known about its meiotic
regulation. Here, we show that several aspects of SIN regulation
differ between mitosis and meiosis. First, the presence of GTP-
bound Spg1p is not the main determinant of the timing of Cdc7p and
Sid1p association with the spindle pole body (SPB) during meiosis.
Second, the localisation dependencies of SIN proteins differ from
those in mitotic cells, suggesting a modified functional organisation
of the SIN during meiosis. Third, there is stage-specific degradation
of SIN components in meiosis; Byr4p is degraded after meiosis I,
whereas the degradation of Cdc7p, Cdc11p and Sid4p occurs after
the second meiotic division and depends upon the ubiquitin ligase
Dma1p. Finally, Dma1p-dependent degradation is not restricted to
the SIN, as we show that Dma1p is needed for the degradation
of Mcp6p (also known as Hrs1p) during meiosis I. Taken together,
these data suggest that stage-specific targeted proteolysis plays an
important role in regulating meiotic progression.
KEY WORDS: Meiosis, S. pombe, Degradation, Dma1, Septation
initiation network
INTRODUCTION
Meiosis is a variant of the cell cycle, which gives rise to haploid
gametes. In Schizosaccharomyces pombe, the product of meiosis is
an ascus containing four spores. When starved, cells of opposite
mating types undergo a pheromone-dependent arrest of their
cell cycles in G1, followed by cytoplasmic and nuclear fusion.
Premeiotic DNA synthesis and homologous recombination are
followed by the two meiotic divisions. Finally, spores are formed
by the deposition of membranes and cell wall around the four
nuclei (reviewed by Shimoda, 2004; Shimoda and Nakamura,
2004; Yamamoto, 2004). The mechanisms involved have been
revealed by genetic and cytological analysis. The spindle pole body
(SPB) is remodelled during meiosis II and changes its appearance
from a dot to a crescent shape, as visualised by indirect
immunofluorescence (Hagan and Yanagida, 1995; Yoo et al.,
1973). This requires Spo2p, Spo13p and Spo15p (Ikemoto et al.,
2000; Nakamura et al., 2008; Nakase et al., 2008). Vesicles are
recruited to the modified SPB and fuse to give rise to the forespore
membrane (FSM), which expands outwards from the SPB and
encapsulates the nucleus to form the prespore. Spore-wall material
is then deposited between the membranes to form the mature spore
(Shigehisa et al., 2010; Tanaka and Hirata, 1982; Yoo et al., 1973).
Leading edge proteins (LEPs), such as Meu14p (Okuzaki et al.,
2003), function together with a meiotic actin ring (Petersen et al.,
1998; Yan and Balasubramanian, 2012) and the meiotic septin
complex (Onishi et al., 2010) to orient FSM extension and closure
– FSM growth depends on SNARE-vesicle-fusion complexes
(Kashiwazaki et al., 2011; Maeda et al., 2009; Nakamura-Kubo
et al., 2011; Nakamura et al., 2005; Nakamura et al., 2001).
The SIN and its regulators
During vegetative growth, S. pombe cells divide by medial
fission. A contractile ring (CAR) is assembled at the centre of the
cell during mitosis; at the end of anaphase, contraction of the
CAR guides the synthesis of the septum that bisects the cell. A
signalling cascade called the septation initiation network (SIN)
is essential for cytokinesis. Loss of SIN signalling produces
multinucleate cells, whereas constant activation of the SIN results
in multiseptated cells (reviewed by Goyal et al., 2011; Krapp and
Simanis, 2008). The SIN is also essential during meiosis (Krapp
et al., 2006; Ohtaka et al., 2008; Pe´rez-Hidalgo et al., 2008; Yan
et al., 2008) – SIN mutants complete both meiotic divisions, but
fail to form spores.
SIN signalling is modulated by the nucleotide status of the
GTPase Spg1p (Schmidt et al., 1997; Sohrmann et al., 1998),
which is regulated by the balance of spontaneous nucleotide
exchange, and a GTPase-activating protein (GAP), Cdc16p
(Fankhauser et al., 1993; Minet et al., 1979), with which Spg1p
interacts through a scaffold, Byr4p (Furge et al., 1999; Furge
et al., 1998; Song et al., 1996). This keeps Spg1p in the inactive
GDP-bound form during interphase. During mitosis, GTP-bound
Spg1p interacts with the protein kinase Cdc7p (Fankhauser and
Simanis, 1994; Mehta and Gould, 2006). Signal transmission
requires the activity of two additional kinases, Sid1p and Sid2p,
each of which has a regulatory subunit – Cdc14p and Mob1p,
respectively (Fankhauser and Simanis, 1993; Guertin et al., 2000;
Guertin and McCollum, 2001; Hou et al., 2000; Salimova et al.,
2000; Sparks et al., 1999). The kinase Plo1p acts upstream of the
‘core’ SIN kinases (Tanaka et al., 2001).
SIN signalling originates from the SPB in the context of a
tripartite scaffold comprising Ppc89p, Sid4p and Cdc11p (Chang
and Gould, 2000; Krapp et al., 2001; Morrell et al., 2004;
Rosenberg et al., 2006; Tomlin et al., 2002). The localisation
dependencies between SIN proteins in vegetative cells indicate
that all the core components of the SIN require Sid4p and Cdc11p
for association with the SPB (Feoktistova et al., 2012; Krapp
et al., 2001; Morrell et al., 2004; Tomlin et al., 2002). Cdc16p and
Byr4p are interdependent for SPB localisation (Cerutti and
Simanis, 1999), and the association of Cdc7p with the SPB
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requires Spg1p, but not vice versa (Sohrmann et al., 1998).
Cdc14p and Sid1p are interdependent for localisation (Guertin
et al., 2000), as are Sid2p and Mob1p (Hou et al., 2000; Salimova
et al., 2000). Hierarchically, the localisation of Sid1p and Cdc14p
depends upon Cdc7p (Guertin et al., 2000), but not vice-versa.
The localisation of Sid2p and Mob1p to the SPB depends only on
the scaffold proteins and Cdc7p, but localisation to the CAR
requires Cdc7p and Sid1p function (Guertin et al., 2000; Sparks
et al., 1999). Sid1p and Cdc7p still localise to the SPB during
mitosis in a sid2 mutant (Guertin et al., 2000; Sparks et al., 1999),
but they no longer localise asymmetrically to the new SPB
(nSPB) during anaphase B (Feoktistova et al., 2012). Assuming
that the localisation of SIN proteins reflects their activity, it has
been proposed that the SIN kinases act in a linear sequence –
Cdc7p, Sid1p, Sid2p – with a feedback from Sid2p to Cdc11p to
promote SIN protein asymmetry (Feoktistova et al., 2012; Guertin
et al., 2000; Sparks et al., 1999).
Cdc11p, Sid4p, Spg1p, and Sid2p–Mob1p are associated with
the SPB at all stages of meiosis (Krapp et al., 2006). Cdc16p
associates with the SPB during oscillatory movement of the
nucleus (termed ‘horsetail nuclear movement’) and with both
SPBs during meiosis I, whereas Cdc7p and Sid1p–Cdc14p are
absent during these stages. During meiosis II, Cdc16p disappears
from the SPBs, to be replaced by Cdc7p and Sid1p–Cdc14p. A
Sid2p-related protein kinase called Mug27 (also known as Ppk35
or Slk1) is expressed specifically during meiosis (Ohtaka et al.,
2008; Pe´rez-Hidalgo et al., 2008; Yan et al., 2008). Mug27p
localises to the SPB during nuclear division and associates with
the FSM during spore formation before being degraded at the
end of meiosis II. It does not require the SIN scaffold proteins
for association with the SPB (Ohtaka et al., 2008). Increased
expression of the syntaxin Psy1p rescues the sporulation defect of
mug27-D sid2-250 (Yan et al., 2008), suggesting that Mug27p
and Sid2p cooperate to promote the recruitment of components of
the secretory apparatus to allow FSM expansion. Previous studies
have shown that the association of all the SIN proteins with the
SPB during meiosis depends upon the scaffold proteins Sid4p and
Cdc11p (Krapp et al., 2006; Ohtaka et al., 2008; Yan et al., 2008).
However, the hierarchy of localisation of the other SIN proteins
in meiosis has not been investigated in detail.
The SIN regulator dma1
Dma1p, which is related to the mammalian CHFR/RNF8 family
of ubiquitin ligases, is an inhibitor of the SIN – strong
overexpression of Dma1p inhibits septum formation, producing
multinucleated cells (Murone and Simanis, 1996). It regulates the
association of Plo1p with the SPB (Guertin et al., 2002) by
ubiquitylation of Sid4p (Johnson and Gould, 2011). Dma1p also
plays a role in meiosis; after mating between dma1-D cells, the
two meiotic divisions are completed normally, but the majority of
asci have fewer than four spores, which are larger than wild-type
spores. Analysis of spore formation reveals defects in FSM
extension (Krapp et al., 2010; Li et al., 2010), and the degradation
of mug27p is delayed, suggesting that this is regulated by Dma1p
(Krapp et al., 2010).
In this paper, we have studied how the SIN is regulated during
meiosis. Based upon localisation dependencies, our data indicate
that the regulatory hierarchy of the SIN differs significantly
between meiosis and mitosis. Furthermore, in contrast to the
mitotic cycle, the Spg1p GTPase cycle is not the key factor in
promoting the association of SIN proteins with the SPB. Finally,
our results reveal stage-specific proteolysis of SIN components
during meiosis. Dma1p is required for the degradation of some,
but not all, of the SIN proteins, as well as other unrelated targets.
Taken together, our data indicate that the regulatory relationships
between SIN proteins differ between vegetative growth and
meiosis.
RESULTS
Requirement for SIN proteins during spore formation
Heat-sensitive and null mutants have implicated the SIN and its
regulators in spore formation (Krapp et al., 2006; Ohtaka et al.,
2008; Pe´rez-Hidalgo et al., 2008; Yan et al., 2008). We extended
this analysis to other components of the SIN. To induce meiosis,
we used a mutation in pat1, which inhibits meiosis during
vegetative growth (Iino and Yamamoto, 1985; Nurse, 1985).
Colonies were exposed to iodine vapour, which stains them dark
brown if spore-wall material is present. Double mutants of pat1-
114 with sid2-250, mob1-R4 or cdc7-24 were able to form spores,
whereas double mutants of pat1-114 with cdc14-118, sid1-C14,
spg1-B8, cdc11-136 or sid4-SA1 were not (supplementary
material Fig. S1A). The failure of cdc14-118 to form spores is
consistent with the requirement for its partner Sid1p in spore
formation (Krapp et al., 2006), and the results for spg1, cdc11 and
sid4 confirm those of earlier studies (Krapp et al., 2006; Yan
et al., 2008). The ability of sid2-250 to form spores has been
documented and explained previously (see Introduction), but it
was surprising to find that mob1-R4 and cdc7-24 formed spores,
because these mutant proteins are inactive in vegetative cells
at 32 C˚ (Goyal and Simanis, 2012). This not due to a partial
suppression of these alleles by pat1-114, because a similar result
was observed for diploids of cdc7-24, cdc7-A20 and mob1-R4 in a
pat1+ background (data not shown). This suggests either that
Cdc7p and Mob1p are not required for meiosis or that their
residual activity at 32 C˚ is sufficient during meiosis. Because
meiosis is impaired above 33 C˚ (Crandall et al., 1977), we
reduced SIN activity by replacing the promoters of SIN genes
with the rad21 promoter (rad21P), which is downregulated
during meiosis (Kitajima et al., 2004). We were able to express
spg1, cdc7, sid1, sid2 and mob1 from rad21P at levels sufficient
to permit growth during the mitotic cycle. Cells carrying the
rad21P-sid2 allele formed spores after the expression of the gene
was turned off (supplementary material Fig. S1B, left panel)
but the rad21P-sid2 mug27-D mutant did not (supplementary
material Fig. S1B, right panel), consistent with previous studies.
Meiosis-specific depletion of Spg1p, Cdc7p, Sid1p and Mob1p
resulted in the formation of asci containing four nuclei but no
spores (supplementary material Fig. S1C), indicating the essential
role of these SIN proteins in meiosis. These data indicate either
that the meiotic roles of Cdc7-24p and Mob1-R4p are fulfilled by
the residual activity in these hypomorphic alleles or that they are
impaired only in their mitotic function.
Generation of the active configuration of the SIN at the onset
of the second meiotic division is inhibited by Byr4p, but not
by Cdc16p: a GAP-independent role for Byr4p?
Examination of Cdc7p–GFP in cells expressing atb2-mCherry
(atb2–CHY) revealed that, in meiosis II cells with short spindles,
Cdc7p was undetectable or very faint (Fig. 1A). Combining
Cdc7p–GFP with the kinetochore marker cnp1-mCherry showed
that Cdc7p–GFP appears at the SPB before the kinetochores
have completed their movement to the microtubule ends at
the SPB (Fig. 1B). Thus, Cdc7p–GFP associates with the SPB
after spindle formation. Next, we investigated the localisation of
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GFP–Byr4p during meiosis. Previous studies (Krapp et al., 2006)
did not examine this, owing to the lack of a suitable GFP-tagged
byr4 allele. We found that GFP–Byr4p was associated with the
SPB at the horsetail stage, meiosis I and early, but not late,
meiosis II (Fig. 1C). A similar pattern of localisation was found
for Cdc16p–GFP (Fig. 1D), consistent with our previous analysis
(Krapp et al., 2006).
Because the timing of the disappearance of Cdc16p and Byr4p
from the SPBs is similar to that of the appearance of Cdc7p
and Sid1p at the SPBs (see above), we attempted to investigate
the colocalisation of Cdc7p and Byr4p. Unfortunately, rapid
photobleaching of Cdc7p–CHY precluded simultaneous detection
of the proteins in a timecourse. We therefore analysed images of
meiosis II cells and scored the number of spindles that had
Cdc7p–CHY, Byr4p–GFP or both associated with the SPBs. We
observed that the majority of short spindles (#2 mm) had GFP–
Byr4p associated with the SPB, whereas examination of longer
spindles (2–6 mm in length), revealed that the majority displayed
a Cdc7p–CHY signal at the SPBs. A minority of SPBs showed
both Byr4p and Cdc7p (Fig. 1E). These data are therefore
consistent with the idea that Cdc7p–CHY replaces Byr4p–GFP in
meiosis II, and that their colocalisation at the SPB is transient, at
best.
To address whether the Spg1p–GAP complex affects the
localisation of Cdc7p and Sid1p, we examined the effects of loss
of Cdc16p and Byr4p. Both byr4 and cdc16 are essential in
vegetative cells (Fankhauser et al., 1993; Minet et al., 1979; Song
et al., 1996). Analysis of the localisation of Cdc7p–GFP or GFP–
Sid1p in vegetatively growing mob1-R4 byr4-D or mob1-R4
cdc16-D cells revealed a strong signal associated with all SPBs at
all stages of the mitotic cycle (supplementary material Fig. S2A),
consistent with previous studies in the cdc16-116 mutant (Guertin
et al., 2000; Sohrmann et al., 1998). This is consistent with the
idea that, in the absence of GAP activity, Spg1p is predominantly
in the GTP-bound form and the SIN signals constitutively
(Sohrmann et al., 1998).
To date, we have been unable to generate rad21P-alleles
of either cdc16 or byr4. We therefore worked in the mob1-R4
background, which rescues both cdc16-D and byr4-D (Fournier
et al., 2001). The mob1-R4 mutation did not significantly affect the
behaviour of SIN proteins during meiosis in a byr4+ or cdc16+
background (supplementary material Fig. S1D). Furthermore,
the localisation of GFP–Byr4p, Cdc7p–GFP and GFP–Sid1p in
meiotic rad21P-mob1 cells was normal, despite the failure to form
spores (supplementary material Fig. S1E), indicating that Mob1p is
not required for the localisation of these proteins during meiosis.
Fig. 1. Meiotic localisation of SIN proteins. The indicated
strains were mated and imaged as described in the Materials
and Methods. (A) Two images of meiosis II cells are shown,
taken 1 minute apart. Cdc7p–GFP (green) is detectable only in
the right panel. (B) A cell in meiosis II. Cdc7p–GFP is present at
the SPBs, despite the fact that anaphase A has not been
completed. (C) The localisation of GFP–Byr4p (green) at
various stages of meiosis; (a) horsetail stage, (b) meiosis I,
(c) early meiosis II and (d) late meiosis II. GFP–Byr4p is present
in the early, but not late, meiosis II cell. (D) The localisation of
Cdc16p–GFP at various stages of meiosis; (a) horsetail stage,
(b) meiosis I, (c) early meiosis II and (d) late meiosis II. Cdc16p–
GFP is present in the early, but not late, meiosis II cell.
(E) Quantification of the association of Byr4p and Cdc7p with
SPBs in meiosis II. Meiosis II spindles in cells expressing GFP–
Byr4p and Cdc7p–CHY were analysed. The data obtained are
presented as pie-charts; the numbers within each segment are
the number of spindles observed. The spindle-length category is
indicated above the chart. The null hypothesis, that the two
proteins localise to the SPB in meiosis II independently,
irrespective of spindle length, predicts a ratio of 1:1:2
green:red:red+green SPBs. A chi-squared test indicates that the
results obtained for both spindle-length categories are
significantly different from this (P,0.001). Scale bars: 10 mm.
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Imaging of meiotic mob1-R4 byr4-D cells revealed that Cdc7p–
GFP was already present at the SPB during the horsetail stage and
the first meiotic division, as well as during meiosis II (Fig. 2Aa–c).
However, GFP–Sid1p associated with the SPB only during meiosis
II in mob1-R4 byr4-D (Fig. 2Ba–c), as in wild-type cells. Thus, the
loss of Byr4p promotes the premature recruitment of Cdc7p–GFP,
but not GFP–Sid1p, to the SPB. By contrast, during meiosis in
mob1-R4 cdc16-D cells, a robust Cdc7p–GFP signal was only
detected in meiosis II (Fig. 2Af). No signal was detectable at the
horsetail stage (Fig. 2Ad), and only a very faint signal was detected
in late meiosis I (Fig. 2Ae). Similarly, GFP–Sid1p was only
detectable at the SPB in meiosis II (Fig. 2Bd–f).
These data indicate that loss of the Byr4p and Cdc16p have
different effects upon SIN protein localisation during meiosis,
and suggest that Byr4p, but not the GAP activity of Cdc16p,
plays an important role in controlling the timing of Cdc7p and
Sid1p recruitment to the SPB in meiosis. Furthermore, because
the ablation of either Byr4p or Cdc16p prevented its partner
from localising to the SPB at any stage of meiosis (Fig. 2C;
data not shown) it is likely that Byr4p exercises its influence
upon Cdc7p localisation in the cytoplasm, rather than at the
SPB.
The unexpected difference between byr4-D and cdc16-D
described above prompted us to examine the localisation of
Fig. 2. Meiotic localisation of SIN
proteins in SIN signalling mutants.
The indicated mutants, expressing
GFP-tagged SIN proteins were
imaged during meiosis.
(A) (a,d) Horsetail stage,
(b,e) meiosis I and (c,f) meiosis II.
Cdc7p–GFP (green) is present on the
SPB at all stages of meiosis in byr4-D
mob1-R4 but not in cdc16-D mob1-
R4. (B) (a,d) Horsetail stage,
(b,e) meiosis I and (c,f) meiosis II.
GFP–Sid1p (green) is present on the
SPBs only in meiosis II. (C) Horsetail
stage cells are shown; note the
absence of Cdc16p–GFP (green,
right panel) and GFP–Byr4p (green,
left panel) if the other subunit of the
GAP is absent. (D) (a) Horsetail
stage, (b) meiosis I and (c,d) meiosis
II. Spg1p(Q69L)–GFP (green) is
present on the SPB at all stages of
meiosis. (E) (a,d) Horsetail stage,
(b,e) meiosis I and (c,f) meiosis II.
Cdc7p–GFP and GFP–Sid1p are only
associated with the SPBs in meiosis
II. (F) Meiosis II cells are shown.
Cdc7p–GFP is present on the SPBs
and GFP–Sid1p is absent from the
SPBs. (G) The panel shows a meiosis
II cell. GFP–Sid1p is absent from the
SPBs. Scale bars: 10 mm.
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SIN proteins during meiosis in a spg1 mutant that could not
hydrolyse GTP. We integrated spg1-Q69L (Schmidt et al., 1997)
at the leu1 locus, as described previously (Fankhauser and
Simanis, 1994). Leu1::spg1-Q69L is a dominant allele (Schmidt
et al., 1997), which can be propagated in mutant backgrounds that
rescue the loss of GAP function, such as mob1-R4 (Fournier et al.,
2001). During vegetative growth, both GFP–Sid1p and Cdc7p–
GFP localised to the SPB at all stages of the cell cycle in
this mutant (supplementary material Fig. S2B), consistent with
constitutive Spg1p signalling. Spg1(Q69L)p–GFP associated
with the SPB throughout meiosis (Fig. 2D). However, despite
the presence of the activated dominant Spg1(Q69L)p–GFP at
the SPB, Cdc7p–GFP and GFP–Sid1p associated with the SPB
only during meiosis II (Fig. 2E), and spores formed normally
(supplementary material Fig. S2D). This suggests that the
presence of Spg1p–GTP at the SPB is not the main factor
promoting the recruitment of Cdc7p and Sid1p to the SPB during
meiosis.
To examine the consequences of eliminating Spg1p function
upon SIN protein localisation, we analysed a rad21P-spg1 self-
mating. In contrast to its localisation in mitotic cycle, during
which Spg1p is required to load Cdc7p to the SPB (Sohrmann
et al., 1998), we observed that Cdc7p–GFP was recruited to the
poles in meiosis II (Fig. 2F), whereas GFP–Sid1p was barely
detectable (Fig. 2F). These data indicate that one of the essential
roles of Spg1p in meiosis is to promote the association of Sid1p,
but not Cdc7p, with the SPB in meiosis II. However, we found
that the association of GFP–Sid1p with the SPB in meiosis II
was abolished in the absence of Cdc7p (Fig. 2G), indicating
that Cdc7p is still required to load Sid1p to the SPB. Furthermore,
the localisation of Cdc16p–GFP at the SPB during meiosis I
and the horsetail stage was unaffected by the loss of Cdc7p
(supplementary material Fig. S2F). In the mitotic cycle, Byr4p
association with the SPB requires the presence of either Cdc7p or
Byr4p (Krapp et al., 2008). Spg1p–GFP in rad21P-cdc7 cells was
found to associate with the SPB during the horsetail stage,
meiosis I and both early and late meiosis II (supplementary
material Fig. S2E). Because neither Byr4p nor Cdc16p are
associated with the SPB in late meiosis II (see above), we
conclude that the association of Spg1p–GFP with the SPB in
meiosis II is independent of both Cdc7p and Byr4p. Similarly,
analysis of mob1-R4 cdc16-D meiosis revealed that the
localisation of Spg1p–GFP was not affected by the loss of
cdc16 (supplementary material Fig. S2C) during the horsetail
stage or the first meiotic division, despite the absence of Cdc7p
(Fig. 2A; supplementary material Fig. S2C). A model consistent
with these data is presented in the discussion.
Byr4p is degraded after the completion of meiosis I
Because Byr4p and Cdc16p no longer associate with the SPB as
cells progress through meiosis II, we analysed their steady-state
levels during meiosis. The levels of Cdc16p showed a gradual
decline as cells progressed through meiosis II (supplementary
material Fig. S3J). By contrast, the steady-state level of Byr4p
decreased after meiosis I (Fig. 3A). This decrease was dependent
on the proteasome, because Byr4p was still detected at late stages
in mts2-1 cells (supplementary material Fig. S3A). Byr4p levels
still decreased in the sid4-SA1 mutant, in which the association of
all SIN proteins (except Ppc89p) with the SPB is lost (Krapp
et al., 2001; Rosenberg et al., 2006; Tomlin et al., 2002),
indicating that stable association with the SPB is not required for
the degradation of Byr4p, which most likely occurs in the
cytoplasm (Fig. 3B). Finally, neither Dma1p nor the meiosis-II-
specific anaphase promoting complex (APC/C) cofactor Mfr1p
was required for the degradation of Byr4p (supplementary
material Fig. S3E,F).
To determine which stages of meiosis needed to be completed
for Byr4p to be degraded, we examined the steady-state level of
the protein in various mutants. In ddb1-D cells, meiosis arrests
at the horsetail stage owing to a failure to complete premeiotic
S phase (Holmberg et al., 2005), whereas mei4-D cells fail to
complete meiosis I (Horie et al., 1998); we found that the steady-
state level of Byr4p remained elevated in both mutants (Fig. 3C;
supplementary material Fig. S3B). The essential meiotic function
of Ddb1p can be bypassed by deleting one of its targets, spd1; in
the ddb1-D spd1-D mutant, Byr4p was once again degraded
(supplementary material Fig. S3C), indicating that Ddb1p–Cul4p
is not involved. The mes1-D mutant arrests after meiosis I with an
activated APC/C (Izawa et al., 2005); the steady-state level of
Byr4p decreased and GFP–Byr4p was not detected in binucleate
cells that had disassembled the meiosis I spindle (Fig. 3D).
Similar results were observed in a spo6-D strain (supplementary
material Fig. S2G; Fig. S3D), which is delayed at the meiosis I–II
transition (Nakamura et al., 2000). Taken together, these data
indicate that Byr4p degradation requires completion of the first
meiotic division.
Cdc7p, Cdc11p and Sid4p are degraded after the completion
of meiosis II
To investigate the mechanisms involved in turning off the SIN at
the end of meiosis, we analysed the steady-state levels of SIN-
activator proteins after the end of meiosis II. The steady-state
levels of Spg1p and Cdc14p (supplementary material Fig. S3G,H)
did not change significantly during meiosis. Our previous
study (Krapp et al., 2010) showed that, in contrast to Mug27p,
the steady-state levels of Sid2p and Mob1p do not change
significantly during meiosis. The Sid2p–GFP fusion protein
clearly differs from the wild-type protein, and its localisation to
the SPB during interphase is an artefact of the GFP tag (Grallert
et al., 2012; Salimova et al., 2000). We therefore used the Sid2p
antiserum described previously (Grallert et al., 2012) to examine
Sid2p during meiosis. Western blotting revealed that Sid2p is
present throughout meiosis and that its level declines after the
end of meiosis II (supplementary material Fig. S3K). Indirect
immunofluorescence (data not shown) revealed that Sid2p
localised at the SPBs in meiosis I and II, consistent with the
analysis of the GFP-tagged allele (Krapp et al., 2006). The
steady-state level of GFP–Sid1p increased during meiosis I, and
then declined to a level similar to that seen in early meiosis as
cells progressed through meiosis II (supplementary material Fig.
S3I). This reflects the changes in sid1 mRNA level during
meiosis (Mata et al., 2002). In contrast to this, the steady-state
levels of Cdc7p, Cdc11p and Sid4p all declined significantly after
the completion of meiosis II (Fig. 4A–C); however, this decline
was abolished in mts2-1, indicating that it is due to proteolysis
(supplementary material Fig. S4A–C). Moreover, we also
observed slower-migrating forms of Cdc7p–GFP, Cdc11p–HA
and Sid4p–GFP, starting from the meiosis I–II transition;
treatment of the Cdc11p-HA immunoprecipitate with alkaline
phosphatase converted much of the protein to a faster-migrating
form, indicating that this slower migration is due, at least in
part, to phosphorylation (supplementary material Fig. S4D). The
degradation of Cdc7p and Cdc11p depends upon the completion
of meiosis II, because they are not degraded in spo6-D cells
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(supplementary material Fig. S4E; data not shown). To test
whether their degradation requires their association with the SPB,
we examined the level of Cdc11p in sid4-SA1 cells and that of
Cdc7p in cdc11-136 cells, mutant backgrounds that compromise
the SPB association of these proteins – the levels of both proteins
decreased (Fig. 4D,E). Furthermore, the slower-migrating forms
of Cdc11p were not observed in sid4-SA1 cells, indicating that, as
in the mitotic cycle (Krapp et al., 2003), phosphorylation of
Cdc11p requires its association with the SPB. Taken together,
these data demonstrate that SPB association is not essential to
trigger the degradation of Cdc7p and Cdc11p at the end of
meiosis II.
Spore formation is not required for the removal of SIN
proteins from the SPB in meiosis II
To examine at which stage SIN proteins no longer associated with
the SPB, we investigated the localisation of Cdc7p in late meiotic
cells using the markers Meu14p–GFP and Psy1p–GFP to assess
completion of the FSM. While the FSM was still being formed,
we observed that Cdc7p was associated with the SPB (Fig. 5A,
left panel, left cell; Fig. 6D); once the leading-edge complex was
no longer visible and the FSM was completed, Cdc7p was no
longer associated with the SPB (Fig. 5A, right panel, left cell;
Fig. 6D).
Because the removal of Cdc7p from the SPB correlated with
FSM closure, we tested whether this is necessary for Cdc7p
destruction. We examined the level and localisation of Cdc7p–
GFP in spo15-D, which cannot initiate FSM formation, and
meu14-D, where FSM extension and closure is impaired.
Previous studies showed that Cdc7p can associate with the SPB
in a spo15-D or meu14-D mutant in early meiosis II (Krapp et al.,
2006). However, after the completion of meiosis II, Cdc7p–GFP
no longer associated with the SPB in either spo15-D or meu14-D
(Fig. 5B), and it was degraded at the end of meiosis II
(Fig. 5C,D), indicating that neither the removal of Cdc7p from
the SPB nor its degradation require spore formation.
Fig. 3. Analysis of the steady-state level
of Byr4p in meiosis. Cells expressing the
indicated mutant protein in a pat1-114
background were induced to undergo
meiosis by incubation at 32˚C. The number
above each lane indicates the number of
hours after the induction of meiosis. The
graph indicates mononucleated (1n),
binucleated (2n) and tetranucleated (4n)
cells. x-axis, time (hours); y-axis,
percentage. Western blots were probed
with antibody against Byr4p. The mitotic
cyclin Cdc13p and a-tubulin served as
controls. In the Cdc13 blot, the upper band
is Cdc13p and the lower band is non-
specific. In panel D, the micrographs show
a horsetail-stage cell (a), a meiosis I cell
with a spindle (b) and a binucleate cell
without a spindle (c) that has completed
meiosis I, but not formed a detectable
meiosis II spindle. Note the absence of
GFP–Byr4p (green) in c. Scale bars:
10 mm.
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The degradation of SIN proteins in late meiosis depends
upon Dma1p
Previously, we showed that Dma1p is required for the timely
elimination of Mug27p (Krapp et al., 2010). Therefore, we tested
whether Dma1p is also required for the elimination of Cdc7p,
Cdc11p and Sid4p after the completion of meiosis II. We observed
that all three proteins were not degraded at late times in meiosis in
dma1-D (Fig. 6A–C). Consistent with this, comparison of the SPB-
associated Cdc7p–CHY signal in cells expressing Psy1p–GFP that
had completed FSM closure showed a faint signal in dma1+ cells,
but a bright signal in dma1-D cells (Fig. 6D). Moreover, Cdc7p–
GFP, Cdc11p–GFP and Sid4p–GFP all remained associated with
the completed spores in a dma1-D meiosis (Fig. 6E,F). The slower-
migrating forms of all three proteins accumulated in dma1-D,
indicating that their modification does not require Dma1p.
The SPB protein Mcp6p (also known as Hrs1p) is downregulated
by phosphorylation and proteolysis to permit formation of the
meiosis I spindle. Failure to degrade Mcp6p leads to sporulation
defects (Funaya et al., 2012) similar to those observed in dma1-D
cells (Krapp et al., 2010). Therefore, we examined whether
Dma1p is required for the elimination of Mcp6p. In dma1+ cells,
Mcp6p–GFP was degraded at the onset of meiosis I (Fig. 7A,D),
confirming previous studies (Funaya et al., 2012). By contrast, in
a dma1-D mutant, Mcp6p remained associated with the SPBs
throughout mitosis (Fig. 7B,E). Similar results were obtained in the
dma1(I194A) mutant, in which the mutant Dma1p cannot bind to its
E2 enzyme (Johnson and Gould, 2011) (Fig. 7C). These data
indicate that the degradation of Mcp6p is dependent upon Dma1p,
and suggest that Dma1p might have multiple targets throughout
meiosis.
DISCUSSION
The regulation of SIN signalling has been studied extensively,
and a basic picture of how it works in vegetative cells has
emerged. It is unclear whether these SIN regulation ‘rules’ also
apply during meiosis. In this paper, we have begun to examine
how the SIN is regulated in meiosis, and we have found
significant differences between the mitotic and meiotic regulation
of the SIN.
The first divergence lies in the importance of the nucleotide
status of Spg1p and its GAP proteins in regulating the recruitment
of SIN effector proteins, such as Cdc7p and Sid1p, to the SPB.
Spg1(Q69L) is a dominant signalling-active allele that promotes
the association of Cdc7p and Sid1p with the SPB at all stages of
the cell cycle and induces septum formation when expressed in
vegetative cells. By contrast, the expression of this allele during
meiosis does not result in the recruitment of Cdc7p or Sid1p to
the SPB outside of meiosis II. This is also true if the GAP
component Cdc16p is absent. However, in contrast to this, loss of
the GAP scaffold protein Byr4p results in premature recruitment
of Cdc7p, but not Sid1p, to the SPB, as early as the horsetail
stage. This indicates firstly, that the presence of Spg1p–GTP is
insufficient per se to promote the association of Cdc7p with the
SPB and, secondly, that Byr4p, but not Cdc16p, is required to
restrain the association of Cdc7p with the SPB in early meiosis.
The difference between the phenotypes of cdc16-D and byr4-D
suggests that this role of Byr4p is independent of its scaffolding
function in the Spg1p GAP. Furthermore, because Cdc16p and
Byr4p remain interdependent for SPB association during meiosis,
it is likely that Byr4p enacts this role in the cytoplasm. Future
studies will investigate this novel role of Byr4p.
Fig. 4. Analysis of the steady-state
levels of SIN proteins during meiosis.
Cells bearing the indicated mutant or
tagged allele in a pat1-114 background
were induced to undergo meiosis by
incubation at 32˚C. The western blots
were probed with an antibody to detect
the tag. Graphs and western blots are
labelled as described for Fig. 3.
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An earlier study showed that Byr4p recruits Fin1p (the S.
pombe orthologue of nimA) to the SPB in mitosis, and that Fin1p
also regulates signalling flux through the SIN (Grallert et al.,
2004). The steady-state level of fin1 mRNA increases at the
meiosis I–II transition (Mata et al., 2002); it is not known whether
this is reflected at the protein level. Given these findings, it will
be of interest to determine whether Fin1p contributes to the
regulation of Byr4p during meiosis.
The second difference is the hierarchy of SIN protein
association with the SPB. The association of Spg1p–GFP with
the SPB is independent of both Cdc7p and the GAP, in contrast to
the situation in mitotic cells (Krapp et al., 2008). Because Spg1p
can interact directly with the SIN scaffold Cdc11p in vegetative
cells (Morrell et al., 2004), it is possible that Cdc11p also provides
a direct anchor in meiosis. During vegetative growth, Spg1p is
required for the localisation, but not the activity, of Cdc7p (Mehta
and Gould, 2006; Schmidt et al., 1997). However, in meiosis,
Cdc7p association with the SPB in meiosis II is independent of
Spg1p. Strikingly, during meiosis, it is Sid1p, rather than Cdc7p,
which depends upon Spg1p for its association with the SPB,
suggesting that an important role of Spg1p during meiosis is to
promote the SPB association of Sid1p. The requirement for Cdc7p
in the correct localisation of Sid1p could be explained if active
Cdc7p creates a phosphorylation-dependent binding site for Sid1p
or Spg1p at the SPB. It is also possible that Spg1 is required to
activate, but not direct the localisation of Cdc7p during meiosis
(the opposite of the situation in vegetative growth). The active
Cdc7p would then promote the stable association of Sid1p with the
SPB (see Fig. 7F). These ideas are consistent with the observation
that, in the absence of Byr4p, Cdc7p localises to the SPB before
Sid1p. However, it is also possible that some other event (for
example, Dma1p-dependent modification of a protein) is required
for Sid1p recruitment in the absence of Byr4p.
The mechanism for turning the SIN off differs between meiosis
and mitosis. In the mitotic cycle, ‘resetting’ of the SIN to the
interphase configuration correlates with contractile ring closure
and does not involve degradation of Cdc7p or scaffold proteins
(Garcı´a-Corte´s and McCollum, 2009). In contrast to the situation
in vegetative growth, we have found that several SIN proteins are
degraded during meiosis. The GAP scaffold Byr4p is degraded
after meiosis I, independently of Dma1p. The scaffolds Cdc11p
and Sid4p, as well as Cdc7p, are degraded at the end of meiosis
II, and this requires Dma1p, summarised in Fig. 7G. Moreover,
although the Cdc7p signal decreases at the time of FSM closure,
this is not obligatory either for its removal from the SPB or its
degradation.
The only SIN component that is clearly regulated by proteolysis
in vegetative cells is Byr4p, which is degraded by the proteasome
when not complexed to Spg1p. This is thought to be a mechanism
to regulate the amount of Spg1p GAP during vegetative growth
(Krapp et al., 2008). Overexpression of nuc2, which encodes a
component of the APC/C, blocks cytokinesis (Kumada et al.,
1995). It is involved in turning the SIN off after completion of
cytokinesis, by blocking the formation of the Spg1p–Cdc7p
complex (Chew and Balasubramanian, 2008). Ubiquitylation also
plays a modulatory, rather than a destructive role in regulating the
SIN, because Sid4p ubiquitylation by Dma1p in mitotically
arrested cells prevents the association of Plo1p with the SPB
(Johnson et al., 2013; Johnson et al., 2012; Johnson and Gould,
2011). This Dma1p-dependent ubiquitylation does not cause Sid4p
degradation, but probably modifies its scaffolding activity.
How Dma1p modifies the activity of Sid4p in vegetative cells,
while triggering its destruction in meiosis II is unclear. The
outcome might depend upon the combination of post-translational
modifications of Sid4p, which could target Dma1p to different sites
on the protein. Alternatively, ubiquitylation by Dma1p might be
Fig. 5. Analysis of Cdc7p at the end of meiosis.
(A) The indicated strain was imaged during late
meiosis. The two frames were taken 5 minutes apart.
While the FSM is incomplete (left panel, left cell),
Cdc7p–CHY (red) is present on the SPBs, and it is
absent after the leading-edge complex has
dissociated, indicating closure of the FSM.
(B) Tetranucleated cells of the indicated strains were
imaged. Cdc7p–GFP is absent from the SPBs in
these cells. Scale bars: 10 mm. (C,D) The indicated
mutants, expressing Cdc7p–GFP in a pat1-114
background, were induced to undergo meiosis by
incubation at 32˚C. Western blots were probed with an
antibody to detect the GFP tag. Graphs and western
blots are labelled as described for Fig. 3.
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the trigger for additional meiosis-specific modifications that result
in degradation. Understanding the mechanisms governing stage-
specific SIN protein degradation will be the subject of future
studies.
Dma1p is also required for the elimination of Mcp6p prior to
meiosis I. This raises the possibility that Dma1p has targets
throughout meiosis, and that its activity extends beyond SIN
regulation. Dma1p does not associate stably with the SPB during
the horsetail stage or meiosis I (Krapp et al., 2010), which
suggests that its activity towards Mcp6p is mediated in the
cytoplasm. A proteome-wide search for other Dma1p-dependent
degradation events in meiosis will be the subject of future studies.
The budding yeast counterpart of the SIN is the mitotic exit
network (MEN). Although the regulatory wiring of the MEN
and SIN differ slightly in vegetative cells, previous studies have
shown that the regulation of the MEN also differs significantly
between meiosis and mitosis. During vegetative growth, MEN
signalling originates from the SPB and involves a cascade
of protein kinases, the activities of which are modulated by a
GTPase (reviewed by Simanis, 2003; Weiss, 2012). By contrast,
during meiosis, MEN signalling does not require either SPB
association or the scaffold protein used in vegetative growth.
Furthermore, signalling is regulated by controlling the association
of one of the kinases with its regulatory subunit (Attner and
Amon, 2012). Thus, in both yeasts, this signalling pathway
undergoes significant adaptations for its role in meiosis.
A definitive answer to the question of why a subset of SIN
proteins should be degraded during meiosis awaits mapping and
mutagenesis of ubiquitylation sites on the targeted proteins.
Nonetheless, the data we have obtained raise some interesting
ideas regarding the possible role of protein degradation in
regulating the SIN during meiosis.
Elimination of Cdc7p and the scaffold proteins Cdc11p and
Sid4p might appear to be ‘overkill’ if the degradation serves only
to inactivate the SIN. It is possible that the relevant Dma1p target
is Sid4p and that, in late meiosis, Cdc11p and Cdc7p are unstable
Fig. 6. Analysis of the effects of
dma1-D on the degradation of SIN
proteins in meiosis. (A–C) dma1-D
cells expressing the indicated tagged
SIN protein (right-hand side of top
panel) in a pat1-114 background, were
induced to undergo meiosis by
incubation at 32˚C. Western blots were
probed with an antibody to detect the
tag. The number above each lane
indicates the number of hours after the
induction of meiosis. Graphs and
western blots are labelled as
described for Fig. 3. (D) Mating cells
expressing the indicated tagged
alleles in a dma1+ (a–c) or dma1-D
background (d,e) were examined.
Note that the Cdc7p–CHY image (a) is
faint in the dma1+ compared with that
in the dma1-D background. The asci
shown (c,d,e) have all completed the
FSM, as judged by the unbroken
Psy1–GFP signal (green). To see the
incomplete FSM in dma1+, the green
channel (Psy1p–GFP) for panel a is
presented adjacent to the merged
image (b). In panels d and e, note the
presence of aberrant FSM formation
as described previously (Krapp et al.,
2010). (E,F) Homozygous matings of
strains expressing the indicated
tagged allele in a dma1-D or dma1+
background were imaged when asci
had formed. For each image pair, the
left panel is the GFP channel and the
right panel is the brightfield image. In
the dma1-D background, the GFP-
tagged proteins remain associated
with the SPB, whereas the equivalent
signals are not detected in the dma1+
background. Scale bars: 10 mm.
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if not bound to a scaffold. Alternatively, it might be necessary to
eliminate multiple SIN proteins for other reasons. For example,
Cdc11p and Sid4p might serve as scaffolds for non-SIN proteins.
Two studies are noteworthy in this context: first, the mitotic
B-type cyclin Cdc13p also associates with Cdc11p (Morrell et al.,
2004); second, in budding yeast, Nud1p, the functional
counterpart of Cdc11p, binds to different proteins in meiosis
and mitosis and is destroyed at the end of meiosis II (Knop and
Strasser, 2000), suggesting that destruction of scaffold proteins
in meiosis might be a theme that has been conserved through
evolution. Another possibility is that these SIN proteins are
eliminated from the spore to prevent untimely assembly of
signalling complexes as it germinates. However, there is no
indication that significant numbers of dma1-D spores undergo
inappropriate septation during the germination process (Krapp
et al., 2010). Alternatively, the SIN might be silenced to prevent it
from inhibiting the morphology network, which is required to
establish polar growth (Gupta et al., 2013; Ray et al., 2010), in the
germinating apolar spore. It is noteworthy that dma1-D spores are
slow to germinate and resume polar growth (Krapp et al., 2010).
Future studies will attempt to distinguish these possibilities.
Our data are consistent with a dual-key model (Fig. 7F) for the
recruitment of SIN proteins to the SPB during meiosis II. We
propose that the simultaneous presence of Cdc7p and Spg1p–GTP
is required for the association of Sid1p with the SPB in meiosis II.
Degradation of Byr4p at the end of meiosis I would permit SPB-
association of Cdc7p. It would also generate Spg1p-GTP,
allowing Spg1p-dependent Sid1p SPB association. Future
studies will examine whether there is a direct interaction
between Spg1p and Sid1p in meiosis. This model explains why
neither Spg1p(Q69L) nor loss of Cdc16p results in the
recruitment of Sid1p and Cdc7p early in meiosis, because the
continued presence of Byr4p would inhibit the association of
Cdc7p with the SPB. The model therefore posits a dual role for
Byr4p in meiosis; it regulates Spg1p, together with Cdc16p, and
controls the association of Cdc7p with the SPB independently of
its GAP function. The simplest mechanism would be a direct
interaction between Cdc7p and Byr4p but, to date, there is no
Fig. 7. The SPB protein Mcp6p requires Dma1p
for degradation. (A–C) Wild-type, dma1-D or
dma1(I194A) cells, expressing Mcp6p–GFP in a
pat1-114 background were induced to undergo
meiosis by incubation at 32˚C. Westerns were
probed with an antibody to detect the tag. Graphs
and western blots are labelled as described for
Fig. 3. (D,E) The indicated strains were imaged as
they underwent meiosis; (a) horsetail stage,
(b) meiosis I, (c) meiosis II and (d) post-meiosis II.
Mcp6p–GFP is absent after the horsetail stage in
wild-type cells but not in dma1-D cells. Scale bars:
10 mm. (F) Model of the ’dual-key’ regulation of the
SIN during meiosis. Red boxes indicate inhibitors of
SIN signalling, green boxes represent components
required for signal transmission. Arrowed lines
indicate activation events. T-end lines indicate
inhibition. (G) Summary of the timing of the
degradation during meiosis of the proteins
examined in this study; see text for details. Gene
names written in red indicate Dma1p-dependent
degradation of the corresponding protein. The E3
enzyme that targets Byr4p is unknown.
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evidence of which we are aware for direct in vivo interaction
between the proteins in vegetative cells. Therefore, more complex
alternatives, such as Byr4p sequestering an activator of Cdc7p,
must also be considered. Elimination of Byr4p after meiosis I
would free Cdc7p to associate with the SPB. The meiotic binding
partner of Cdc7p at the SPB is unknown, but a direct association
with Cdc11p has been demonstrated in vegetative cells
(Feoktistova et al., 2012). Our future studies will test these
ideas and attempt to elucidate the mechanism(s) governing the
SPB association of SIN proteins during meiosis.
In budding yeast, an overall decrease in the amount of protein
has been noted as cells progress through meiosis (Betz and Weisner,
1976; Zubenko and Jones, 1981). Analysis of specific SPB-
associated proteins has also revealed stage-specific protein
degradation throughout meiosis (Knop and Strasser, 2000).
Targeted stage-specific proteolysis of cyclins and other proteins is
already established as important for meiotic progression in S. pombe
(Blanco et al., 2001; Funaya et al., 2012; Izawa et al., 2005; Kimata
et al., 2008; Okuzaki et al., 2010; Pe´rez-Hidalgo et al., 2008).
Furthermore, studies in Saccharomyces cerevisiae using 2D gels
have revealed some changes in protein level during meiosis (Grassl
et al., 2010; Scaife et al., 2010). We have shown in this study
that Dma1p activity is required for the degradation of proteins at
different stages of meiosis. Our results suggest that progression
through meiosis will be regulated, in part, by stage-specific protein
degradation. Punctual degradation might ensure orderly meiotic
progression and prevent the inappropriate reinitiation of meiotic
events. A case in point is provided by the failure to upregulate the
expression of the APC/C regulator mfr1, which results in failure to
terminate meiosis properly (Aoi et al., 2013). The role of protein
degradation in regulating meiotic progression and the ubiquitin
ligases involved will be the subject of future studies. In summary,
our data reveal that the regulation of SIN activity in meiosis
involves a complex interplay of phosphorylation and degradation to
bring about the activation and then silencing of the SIN.
MATERIALS AND METHODS
Yeast methods
Standard methods and media were used for the growth of S. pombe
(Moreno et al., 1991). YE or EMM2 media were used as required; EMM2
without NH4Cl was used for nitrogen starvation. S. pombe strains bearing
GFP-, m-Cherry-, HA- or myc-tagged or null alleles of SIN genes have
been described previously (see Krapp et al., 2006; Krapp et al., 2010 for
references). The CHY-atb2 allele was a gift from the Toda laboratory
(London Research Institute, London, UK). The mcp6-GFP strain was
received from the Tanaka laboratory (University of Leicester, Leicester,
UK). dma1(I194A) was a gift from the Gould laboratory (Vanderbilt
University Medical Center, Nashville, TN). GFP-tagged Psy1p and
Meu14p, and the null alleles of meu14 and spo15 were obtained from
the Yeast National Bioresearch Project (Japan). mei4-D and mes1-D
were obtained from the Yamamoto laboratory (Kasuza DNA Research
Institute, Tokyo, Japan). mug27-D and mfr1-D were obtained from the
Moreno laboratory (Institute of Functional Biology and Genomics,
Salamanca, Spain). The cnp1-CHY strain was obtained from the Hagan
laboratory (Paterson Institute for Cancer Research, Manchester, UK).
ddb1-D and spd1-D were obtained from the Carr laboratory (University
of Sussex, Sussex, UK). Expression of the SIN genes under control of the
rad21 promoter was performed by oligonucleotide-mediated tagging, as
described previously (Ba¨hler et al., 1998) for pFA-rad21P-HA. The
vector was as described previously (Kitajima et al., 2004) and was
obtained from the Tanaka laboratory. The GFP-byr4 strain was created
by placing the byr4 promoter upstream of the GFP–Byr4 fusion. This
construct was then integrated into either the leu1 or the lys1 gene. The
GFP-tagged byr4 gene inserted at either locus rescues a byr4 deletion.
The spg1(Q69L) mutant was integrated into the leu1 or lys1 gene in a
mob1-R4 background.
Standard techniques (Moreno et al., 1991) were used to create the
strains described in the text. To examine the effect on spore formation, as
well as to examine the localisation of GFP-tagged proteins during
meiosis, strains of opposite mating types expressing chromosomally
GFP-tagged alleles were mated on EMM-N plates at 25 C˚ for 20 hours,
resuspended in EMM-N and mounted for imaging. Spore-wall formation
was monitored by exposing cells to I2 vapours.
Synchronous meiosis in pat1-114 temperature-sensitive mutants was
performed as follows. Cells were grown in EMM plus supplements
(adenine, leucine, uracil, as required) (100 mg/ml), washed and resuspended
in EMM-N plus supplements (10 mg/ml) at a density of 2–36106 cells/ml.
After 16 hours at 25 C˚, most cells were arrested in G1 phase and the culture
was shifted to 32 C˚ in the presence of EMM containing 0.5 g/l NH4Cl and
10 mg/ml supplements to induce meiosis.
Microscopy
DAPI staining was performed on cells that had been fixed with 70% (v/v)
ethanol, as described previously (Moreno et al., 1991). To estimate the
proportion of cells in meiosis I, meiosis II or sporulation, we determined
the percentage of cells with one, two or four nuclei after DAPI (1 mg/ml)
staining. The presence of asci with mature spores was determined by
using phase-contrast microscopy.
Examination of GFP-tagged proteins in living cells was performed using
an inverted Olympus IX 81 microscope equipped with a confocal scanner
(CSU-W1; Yokogawa Electric Corporation), a EMCCD ImageEM B/W
camera (Hamamatsu) and 606/1.42 NA plan apo objective. Images were
collected using VisiView software (Visitron Systems GmbH). Images were
assembled in Adobe Photoshop CS5.
Protein methods
Total protein extracts were made using the trichloroacetic acid (TCA)
extraction protocol (Foiani et al., 1994). Protein extracts were separated by
SDS-PAGE and transferred to nitrocellulose membranes (Protran,
Whatman). Primary antibodies against GFP (raised in-house), Sid2
(Hagan laboratory), Cdc13 (Moreno laboratory), c-myc (Santa Cruz
Biotechnology), HA (Roche), Byr4 and tubulin (TAT-1; Keith Gull,
University of Oxford, Oxford, UK) were used as described by the authors.
Secondary antibodies conjugated to horseradish peroxidise and enhanced
chemiluminescence (ECL) western blotting reagents (Amersham) were
used to visualise the bands. Immunoprecipitation and phosphatase treatment
of Cdc11p–HA has been described previously (Krapp et al., 2001).
Acknowledgements
We thank the Balasubramanian (Temasek Life Sciences Laboratory, Singapore),
Carr (Genome Damage and Stability Centre, University of Sussex, UK), Gould
(Vanderbilt University, Nashville, USA), Hagan (Paterson Institute for Cancer
Research, Manchester, UK), McCollum (University of Massachusetts Medical
School, Worcester, USA), Moreno (Instituto de Biologı´a Funcional y Geno´mica,
Salamanca, Spain), Shimoda (Osaka City University, Graduate School of Science,
Japan), Tanaka (Department of Biochemistry, University of Leicester, UK), Watanabe
(Institute of Molecular and Cellular Biosciences, University of Tokyo, Japan), and
Yamamoto (Kasuza DNA Research Institute, Tokyo, Japan) laboratories for strains,
and plasmids, Keith Gull (University of Oxford, Oxford, UK) for the gift of TAT-1,
Paulina Wachowicz and Manuela Moraru for discussions and critical reading of the
paper, Iain Hagan (Paterson Institute for Cancer Research, Manchester, UK) for
many helpful comments, and Elena Cano del Rosario for technical assistance. We
also thank two anonymous referees, whose comments improved the paper.
Competing interests
The authors declare no competing interests.
Author contributions
Experiments conceived by V.S. and A.K., performed by A.K. Paper written by V.S.
and A.K.
Funding
This work was funded by E´cole Polytechnique Fe´de´rale de Lausanne; and the
Swiss National Science Foundation [grant number 31003A_138176].
RESEARCH ARTICLE Journal of Cell Science (2014) 127, 3149–3161 doi:10.1242/jcs.148585
3159
Jo
ur
na
l o
f C
el
l S
ci
en
ce
Supplementary material
Supplementary material available online at
http://jcs.biologists.org/lookup/suppl/doi:10.1242/jcs.148585/-/DC1
References
Aoi, Y., Arai, K., Miyamoto, M., Katsuta, Y., Yamashita, A., Sato, M. and
Yamamoto, M. (2013). Cuf2 boosts the transcription of APC/C activator Fzr1 to
terminate the meiotic division cycle. EMBO Rep. 14, 553-560.
Attner, M. A. and Amon, A. (2012). Control of the mitotic exit network during
meiosis. Mol. Biol. Cell 23, 3122-3132.
Ba¨hler, J., Wu, J. Q., Longtine, M. S., Shah, N. G., McKenzie, A., 3rd, Steever,
A. B., Wach, A., Philippsen, P. and Pringle, J. R. (1998). Heterologous
modules for efficient and versatile PCR-based gene targeting in
Schizosaccharomyces pombe. Yeast 14, 943-951.
Betz, H. and Weisner, U. (1976). Protein degradation and proteinases during
yeast sporulation. Eur. J. Biochem. 62, 65-76.
Blanco, M. A., Pelloquin, L. and Moreno, S. (2001). Fission yeast mfr1 activates
APC and coordinates meiotic nuclear division with sporulation. J. Cell Sci. 114,
2135-2143.
Cerutti, L. and Simanis, V. (1999). Asymmetry of the spindle pole bodies and spg1p
GAP segregation during mitosis in fission yeast. J. Cell Sci. 112, 2313-2321.
Chang, L. and Gould, K. L. (2000). Sid4p is required to localize components of
the septation initiation pathway to the spindle pole body in fission yeast. Proc.
Natl. Acad. Sci. USA 97, 5249-5254.
Chew, T. G. and Balasubramanian, M. K. (2008). Nuc2p, a subunit of the
anaphase-promoting complex, inhibits septation initiation network following
cytokinesis in fission yeast. PLoS Genet. 4, e17.
Crandall, M., Egel, R. and Mackay, V. L. (1977). Physiology of mating in three
yeasts. Adv. Microb. Physiol. 15, 307-398.
Fankhauser, C. and Simanis, V. (1993). The Schizosaccharomyces pombe
cdc14 gene is required for septum formation and can also inhibit nuclear
division. Mol. Biol. Cell 4, 531-539.
Fankhauser, C. and Simanis, V. (1994). The cdc7 protein kinase is a dosage
dependent regulator of septum formation in fission yeast. EMBO J. 13, 3011-
3019.
Fankhauser, C., Marks, J., Reymond, A. and Simanis, V. (1993). The S. pombe
cdc16 gene is required both for maintenance of p34cdc2 kinase activity and
regulation of septum formation: a link between mitosis and cytokinesis? EMBO
J. 12, 2697-2704.
Feoktistova, A., Morrell-Falvey, J., Chen, J. S., Singh, N. S., Balasubramanian,
M. K. and Gould, K. L. (2012). The fission yeast septation initiation network (SIN)
kinase, Sid2, is required for SIN asymmetry and regulates the SIN scaffold,
Cdc11. Mol. Biol. Cell 23, 1636-1645.
Foiani, M., Marini, F., Gamba, D., Lucchini, G. and Plevani, P. (1994). The B
subunit of the DNA polymerase alpha-primase complex in Saccharomyces
cerevisiae executes an essential function at the initial stage of DNA replication.
Mol. Cell. Biol. 14, 923-933.
Fournier, N., Cerutti, L., Beltraminelli, N., Salimova, E. and Simanis, V. (2001).
Bypass of the requirement for cdc16p GAP function in Schizosaccharomyces
pombe by mutation of the septation initiation network genes. Arch. Microbiol.
175, 62-69.
Funaya, C., Samarasinghe, S., Pruggnaller, S., Ohta, M., Connolly, Y., Mu¨ller,
J., Murakami, H., Grallert, A., Yamamoto, M., Smith, D. et al. (2012).
Transient structure associated with the spindle pole body directs meiotic
microtubule reorganization in S. pombe. Curr. Biol. 22, 562-574.
Furge, K. A., Wong, K., Armstrong, J., Balasubramanian, M. and Albright, C. F.
(1998). Byr4 and Cdc16 form a two-component GTPase-activating protein for the
Spg1 GTPase that controls septation in fission yeast. Curr. Biol. 8, 947-954.
Furge, K. A., Cheng, Q. C., Jwa, M., Shin, S., Song, K. and Albright, C. F.
(1999). Regions of Byr4, a regulator of septation in fission yeast, that bind Spg1
or Cdc16 and form a two-component GTPase-activating protein with Cdc16.
J. Biol. Chem. 274, 11339-11343.
Garcı´a-Corte´s, J. C. and McCollum, D. (2009). Proper timing of cytokinesis is
regulated by Schizosaccharomyces pombe Etd1. J. Cell Biol. 186, 739-753.
Goyal, A. and Simanis, V. (2012). Characterization of ypa1 and ypa2, the
Schizosaccharomyces pombe orthologs of the peptidyl proyl isomerases that
activate PP2A, reveals a role for Ypa2p in the regulation of cytokinesis. Genetics
190, 1235-1250.
Goyal, A., Takaine, M., Simanis, V. and Nakano, K. (2011). Dividing the spoils of
growth and the cell cycle: The fission yeast as a model for the study of
cytokinesis. Cytoskeleton (Hoboken) 68, 69-88.
Grallert, A., Krapp, A., Bagley, S., Simanis, V. and Hagan, I. M. (2004).
Recruitment of NIMA kinase shows that maturation of the S. pombe spindle-pole
body occurs over consecutive cell cycles and reveals a role for NIMA in
modulating SIN activity. Genes Dev. 18, 1007-1021.
Grallert, A., Connolly, Y., Smith, D. L., Simanis, V. and Hagan, I. M. (2012). The
S. pombe cytokinesis NDR kinase Sid2 activates Fin1 NIMA kinase to control
mitotic commitment through Pom1/Wee1. Nat. Cell Biol. 14, 738-745.
Grassl, J., Scaife, C., Polden, J., Daly, C. N., Iacovella, M. G., Dunn, M. J. and
Clyne, R. K. (2010). Analysis of the budding yeast pH 4-7 proteome in meiosis.
Proteomics 10, 506-519.
Guertin, D. A. and McCollum, D. (2001). Interaction between the noncatalytic
region of Sid1p kinase and Cdc14p is required for full catalytic activity and
localization of Sid1p. J. Biol. Chem. 276, 28185-28189.
Guertin, D. A., Chang, L., Irshad, F., Gould, K. L. and McCollum, D. (2000). The
role of the sid1p kinase and cdc14p in regulating the onset of cytokinesis in
fission yeast. EMBO J. 19, 1803-1815.
Guertin, D. A., Venkatram, S., Gould, K. L. and McCollum, D. (2002). Dma1
prevents mitotic exit and cytokinesis by inhibiting the septation initiation network
(SIN). Dev. Cell 3, 779-790.
Gupta, S., Mana-Capelli, S., McLean, J. R., Chen, C. T., Ray, S., Gould, K. L. and
McCollum, D. (2013). Identification of SIN pathway targets reveals mechanisms
of crosstalk between NDR kinase pathways. Curr. Biol. 23, 333-338.
Hagan, I. and Yanagida, M. (1995). The product of the spindle formation gene
sad1+ associates with the fission yeast spindle pole body and is essential for
viability. J. Cell Biol. 129, 1033-1047.
Holmberg, C., Fleck, O., Hansen, H. A., Liu, C., Slaaby, R., Carr, A. M. and
Nielsen, O. (2005). Ddb1 controls genome stability and meiosis in fission yeast.
Genes Dev. 19, 853-862.
Horie, S., Watanabe, Y., Tanaka, K., Nishiwaki, S., Fujioka, H., Abe, H.,
Yamamoto, M. and Shimoda, C. (1998). The Schizosaccharomyces pombe
mei4+ gene encodes a meiosis-specific transcription factor containing a
forkhead DNA-binding domain. Mol. Cell. Biol. 18, 2118-2129.
Hou, M. C., Salek, J. and McCollum, D. (2000). Mob1p interacts with the Sid2p
kinase and is required for cytokinesis in fission yeast. Curr. Biol. 10, 619-622.
Iino, Y. and Yamamoto, M. (1985). Negative control for the initiation of meiosis in
Schizosaccharomyces pombe. Proc. Natl. Acad. Sci. USA 82, 2447-2451.
Ikemoto, S., Nakamura, T., Kubo, M. and Shimoda, C. (2000). S. pombe
sporulation-specific coiled-coil protein Spo15p is localized to the spindle pole
body and essential for its modification. J. Cell Sci. 113, 545-554.
Izawa, D., Goto, M., Yamashita, A., Yamano, H. and Yamamoto, M. (2005).
Fission yeast Mes1p ensures the onset of meiosis II by blocking degradation of
cyclin Cdc13p. Nature 434, 529-533.
Johnson, A. E. and Gould, K. L. (2011). Dma1 ubiquitinates the SIN scaffold,
Sid4, to impede the mitotic localization of Plo1 kinase. EMBO J. 30, 341-354.
Johnson, A. E., Collier, S. E., Ohi, M. D. and Gould, K. L. (2012). Fission yeast
Dma1 requires RING domain dimerization for its ubiquitin ligase activity and
mitotic checkpoint function. J. Biol. Chem. 287, 25741-25748.
Johnson, A. E., Chen, J. S. and Gould, K. L. (2013). CK1 is required for a mitotic
checkpoint that delays cytokinesis. Curr. Biol. 23, 1920-1926.
Kashiwazaki, J., Yamasaki, Y., Itadani, A., Teraguchi, E., Maeda, Y., Shimoda, C.
and Nakamura, T. (2011). Endocytosis is essential for dynamic translocation of a
syntaxin 1 orthologue during fission yeast meiosis. Mol. Biol. Cell 22, 3658-3670.
Kimata, Y., Trickey, M., Izawa, D., Gannon, J., Yamamoto, M. and Yamano, H.
(2008). A mutual inhibition between APC/C and its substrate Mes1 required for
meiotic progression in fission yeast. Dev. Cell 14, 446-454.
Kitajima, T. S., Kawashima, S. A. and Watanabe, Y. (2004). The conserved
kinetochore protein shugoshin protects centromeric cohesion during meiosis.
Nature 427, 510-517.
Knop, M. and Strasser, K. (2000). Role of the spindle pole body of yeast in
mediating assembly of the prospore membrane during meiosis. EMBO J. 19,
3657-3667.
Krapp, A. and Simanis, V. (2008). An overview of the fission yeast septation
initiation network (SIN). Biochem. Soc. Trans. 36, 411-415.
Krapp, A., Schmidt, S., Cano, E. and Simanis, V. (2001). S. pombe cdc11p,
together with sid4p, provides an anchor for septation initiation network proteins
on the spindle pole body. Curr. Biol. 11, 1559-1568.
Krapp, A., Cano, E. and Simanis, V. (2003). Mitotic hyperphosphorylation of the
fission yeast SIN scaffold protein cdc11p is regulated by the protein kinase
cdc7p. Curr. Biol. 13, 168-172.
Krapp, A., Collin, P., Cokoja, A., Dischinger, S., Cano, E. and Simanis, V.
(2006). The Schizosaccharomyces pombe septation initiation network (SIN) is
required for spore formation in meiosis. J. Cell Sci. 119, 2882-2891.
Krapp, A., Collin, P., Cano Del Rosario, E. and Simanis, V. (2008).
Homoeostasis between the GTPase Spg1p and its GAP in the regulation of
cytokinesis in S. pombe. J. Cell Sci. 121, 601-608.
Krapp, A., Del Rosario, E. C. and Simanis, V. (2010). The role of
Schizosaccharomyces pombe dma1 in spore formation during meiosis. J. Cell
Sci. 123, 3284-3293.
Kumada, K., Su, S., Yanagida, M. and Toda, T. (1995). Fission yeast TPR-family
protein nuc2 is required for G1-arrest upon nitrogen starvation and is an inhibitor
of septum formation. J. Cell Sci. 108, 895-905.
Li, W. Z., Yu, Z. Y., Ma, P. F., Wang, Y. and Jin, Q. W. (2010). A novel role of Dma1
in regulating forespore membrane assembly and sporulation in fission yeast.
Mol. Biol. Cell 21, 4349-4360.
Maeda, Y., Kashiwazaki, J., Shimoda, C. and Nakamura, T. (2009). The
Schizosaccharomyces pombe syntaxin 1 homolog, Psy1, is essential in the
development of the foresporemembrane.Biosci. Biotechnol. Biochem. 73, 339-345.
Mata, J., Lyne, R., Burns, G. and Ba¨hler, J. (2002). The transcriptional program
of meiosis and sporulation in fission yeast. Nat. Genet. 32, 143-147.
Mehta, S. and Gould, K. L. (2006). Identification of functional domains within the
septation initiation network kinase, Cdc7. J. Biol. Chem. 281, 9935-9941.
Minet, M., Nurse, P., Thuriaux, P. and Mitchison, J. M. (1979). Uncontrolled
septation in a cell division cycle mutant of the fission yeast Schizosaccharomyces
pombe. J. Bacteriol. 137, 440-446.
Moreno, S., Klar, A. and Nurse, P. (1991). Molecular genetic analysis of fission
yeast Schizosaccharomyces pombe. Methods Enzymol. 194, 795-823.
Morrell, J. L., Tomlin, G. C., Rajagopalan, S., Venkatram, S., Feoktistova,
A. S., Tasto, J. J., Mehta, S., Jennings, J. L., Link, A., Balasubramanian,
RESEARCH ARTICLE Journal of Cell Science (2014) 127, 3149–3161 doi:10.1242/jcs.148585
3160
Jo
ur
na
l o
f C
el
l S
ci
en
ce
M. K. et al. (2004). Sid4p-Cdc11p assembles the septation initiation network
and its regulators at the S. pombe SPB. Curr. Biol. 14, 579-584.
Murone, M. and Simanis, V. (1996). The fission yeast dma1 gene is a component
of the spindle assembly checkpoint, required to prevent septum formation and
premature exit from mitosis if spindle function is compromised. EMBO J. 15,
6605-6616.
Nakamura, T., Kishida, M. and Shimoda, C. (2000). The Schizosaccharomyces
pombe spo6+ gene encoding a nuclear protein with sequence similarity to
budding yeast Dbf4 is required for meiotic second division and sporulation.
Genes Cells 5, 463-479.
Nakamura, T., Nakamura-Kubo, M., Hirata, A. and Shimoda, C. (2001). The
Schizosaccharomyces pombe spo3+ gene is required for assembly of the
forespore membrane and genetically interacts with psy1(+)-encoding syntaxin-
like protein. Mol. Biol. Cell 12, 3955-3972.
Nakamura, T., Kashiwazaki, J. and Shimoda, C. (2005). A fission yeast SNAP-
25 homologue, SpSec9, is essential for cytokinesis and sporulation. Cell Struct.
Funct. 30, 15-24.
Nakamura, T., Asakawa, H., Nakase, Y., Kashiwazaki, J., Hiraoka, Y. and
Shimoda, C. (2008). Live observation of forespore membrane formation in
fission yeast. Mol. Biol. Cell 19, 3544-3553.
Nakamura-Kubo, M., Hirata, A., Shimoda, C. and Nakamura, T. (2011). The
fission yeast pleckstrin homology domain protein Spo7 is essential for initiation
of forespore membrane assembly and spore morphogenesis. Mol. Biol. Cell 22,
3442-3455.
Nakase, Y., Nakamura-Kubo, M., Ye, Y., Hirata, A., Shimoda, C. and
Nakamura, T. (2008). Meiotic spindle pole bodies acquire the ability to
assemble the spore plasma membrane by sequential recruitment of
sporulation-specific components in fission yeast. Mol. Biol. Cell 19, 2476-2487.
Nurse, P. (1985). Mutants of the fission yeast schizosaccharomyces-pombewhich alter
the shift between cell-proliferation and sporulation. Mol. Gen. Genet. 198, 497-502.
Ohtaka, A., Okuzaki, D. and Nojima, H. (2008). Mug27 is a meiosis-specific
protein kinase that functions in fission yeast meiosis II and sporulation. J. Cell
Sci. 121, 1547-1558.
Okuzaki, D., Satake, W., Hirata, A. and Nojima, H. (2003). Fission yeast meu14+
is required for proper nuclear division and accurate forespore membrane
formation during meiosis II. J. Cell Sci. 116, 2721-2735.
Okuzaki, D., Kasama, T., Hirata, A., Ohtaka, A., Kakegawa, R. and Nojima, H.
(2010). Spo5 phosphorylation is essential for its own timely degradation and for
successful meiosis in Schizosaccharomyces pombe. Cell Cycle 9, 3751-3760.
Onishi, M., Koga, T., Hirata, A., Nakamura, T., Asakawa, H., Shimoda, C.,
Ba¨hler, J., Wu, J. Q., Takegawa, K., Tachikawa, H. et al. (2010). Role of
septins in the orientation of forespore membrane extension during sporulation in
fission yeast. Mol. Cell. Biol. 30, 2057-2074.
Pe´rez-Hidalgo, L., Rozale´n, A. E., Martı´n-Castellanos, C. andMoreno, S. (2008).
Slk1 is a meiosis-specific Sid2-related kinase that coordinates meiotic nuclear
division with growth of the forespore membrane. J. Cell Sci. 121, 1383-1392.
Petersen, J., Nielsen, O., Egel, R. and Hagan, I. M. (1998). F-actin distribution
and function during sexual differentiation in Schizosaccharomyces pombe.
J. Cell Sci. 111, 867-876.
Ray, S., Kume, K., Gupta, S., Ge, W., Balasubramanian, M., Hirata, D. and
McCollum, D. (2010). The mitosis-to-interphase transition is coordinated by
cross talk between the SIN and MOR pathways in Schizosaccharomyces
pombe. J. Cell Biol. 190, 793-805.
Rosenberg, J. A., Tomlin, G. C., McDonald, W. H., Snydsman, B. E., Muller,
E. G., Yates, J. R., 3rd and Gould, K. L. (2006). Ppc89 links multiple proteins,
including the septation initiation network, to the core of the fission yeast spindle-
pole body. Mol. Biol. Cell 17, 3793-3805.
Salimova, E., Sohrmann, M., Fournier, N. and Simanis, V. (2000). The S.
pombe orthologue of the S. cerevisiae mob1 gene is essential and functions in
signalling the onset of septum formation. J. Cell Sci. 113, 1695-1704.
Scaife, C., Mowlds, P., Grassl, J., Polden, J., Daly, C. N., Wynne, K., Dunn,
M. J. and Clyne, R. K. (2010). 2-D DIGE analysis of the budding yeast pH 6-11
proteome in meiosis. Proteomics 10, 4401-4414.
Schmidt, S., Sohrmann, M., Hofmann, K., Woollard, A. and Simanis, V. (1997).
The Spg1p GTPase is an essential, dosage-dependent inducer of septum
formation in Schizosaccharomyces pombe. Genes Dev. 11, 1519-1534.
Shigehisa, A., Okuzaki, D., Kasama, T., Tohda, H., Hirata, A. and Nojima, H.
(2010). Mug28, a meiosis-specific protein of Schizosaccharomyces pombe,
regulates spore wall formation. Mol. Biol. Cell 21, 1955-1967.
Shimoda, C. (2004). Forespore membrane assembly in yeast: coordinating SPBs
and membrane trafficking. J. Cell Sci. 117, 389-396.
Shimoda, C. and Nakamura, T. (2004). Control of late meiosis and ascospore
formation. In The Molecular Biology of Schizosaccharomyces Pombe (ed. R.
Egel), pp. 311-327. Heidelberg: Springer-Verlag.
Simanis, V. (2003). Events at the end of mitosis in the budding and fission yeasts.
J. Cell Sci. 116, 4263-4275.
Sohrmann, M., Schmidt, S., Hagan, I. and Simanis, V. (1998). Asymmetric
segregation on spindle poles of the Schizosaccharomyces pombe septum-
inducing protein kinase Cdc7p. Genes Dev. 12, 84-94.
Song, K., Mach, K. E., Chen, C. Y., Reynolds, T. and Albright, C. F. (1996). A
novel suppressor of ras1 in fission yeast, byr4, is a dosage-dependent inhibitor
of cytokinesis. J. Cell Biol. 133, 1307-1319.
Sparks, C. A., Morphew, M. and McCollum, D. (1999). Sid2p, a spindle pole
body kinase that regulates the onset of cytokinesis. J. Cell Biol. 146, 777-
790.
Tanaka, K. and Hirata, A. (1982). Ascospore development in the fission yeasts
Schizosaccharomyces pombe and S. japonicus. J. Cell Sci. 56, 263-279.
Tanaka, K., Petersen, J., MacIver, F., Mulvihill, D. P., Glover, D. M. and Hagan,
I. M. (2001). The role of Plo1 kinase in mitotic commitment and septation in
Schizosaccharomyces pombe. EMBO J. 20, 1259-1270.
Tomlin, G. C., Morrell, J. L. and Gould, K. L. (2002). The spindle pole body
protein Cdc11p links Sid4p to the fission yeast septation initiation network. Mol.
Biol. Cell 13, 1203-1214.
Weiss, E. L. (2012). Mitotic exit and separation of mother and daughter cells.
Genetics 192, 1165-1202.
Yamamoto, M. (2004). Initiation of meiosis. In The Molecular Biology of
Schizosaccharomyces pombe (ed. R. Egel), pp. 297-309. Heidelberg: Springer-
Verlag.
Yan, H. and Balasubramanian, M. K. (2012). Meiotic actin rings are essential for
proper sporulation in fission yeast. J. Cell Sci. 125, 1429-1439.
Yan, H., Ge, W., Chew, T. G., Chow, J. Y., McCollum, D., Neiman, A. M. and
Balasubramanian, M. K. (2008). The meiosis-specific Sid2p-related protein
Slk1p regulates forespore membrane assembly in fission yeast. Mol. Biol. Cell
19, 3676-3690.
Yoo, B. Y., Calleja, G. B. and Johnson, B. F. (1973). Ultrastructural changes of
the fission yeast (Schizosaccharomyces pombe) during ascospore formation.
Arch. Mikrobiol. 91, 1-10.
Zubenko, G. S. and Jones, E. W. (1981). Protein degradation, meiosis and
sporulation in proteinase-deficient mutants of Saccharomyces cerevisiae.
Genetics 97, 45-64.
RESEARCH ARTICLE Journal of Cell Science (2014) 127, 3149–3161 doi:10.1242/jcs.148585
3161
